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FIGURE 1 



1 CCCACGCGTCCGGTCGGAGCTAGAGCTCCAAGGACCCCACGCCTGTGTCTCTGTGACAGA 

61 GCTCAAAGGGCCCTGGGCCTTCCCTCCCTGGCTCGGCTGTGCTTGGGAGGGTTCCCCAGT 

121 CC AGAATCCCTAAGGAGC ATGGGGC AGCTGATCC ATCCCTGGTGTAC AAACTGCTGACTG 

181 CAGACAGATGCTGAGCTACCC AAACC AACACCTAGCCTCTCCCTGAAGATCCTCCCAGGC 

241 TGAGAGAGTTCTGGGTGTCCTAGGACCAAGGACACTGGCAGACTTCC AGAAGGGCCCCCA 

301 AAGCCCTAACCTGTCCAGCCAGAGCATGCGTCTCAGCAGAGCTGTCTTCCCAAGCCTTTG 

3 61 ATGACAAACCAATTTCCCTCGATGATGTGCTTCTGAGTGCTCTGCTGAGGAACAATGGGA 

421 AGTCTGCCC AGC AGAAGAAAATCTCTGCC AAGCCC AAGCTTGAGTTCCTCTGTCC AAGGC 

481 C AGGGACCTGTGACC ATGGAAGC AGAGAGAAGC AAGGCC ACAGCCGTGGCCCTGGGC AGT 

541 TTCCCGGCAGGTGGCCCGGCCGAGCTGTCGCTGAGACTCGGGGAGCCATTGACCATCGTC 

601 TCTGAGGATGGAGACTGGTGGACGGTGCTGTCTGAAGTCTCAGGCAGAGAGTATAACATC 

661 CCCAGCGTCCACGTGGCCAAAGTCTCCCATGGGTGGCTGTATGAGGGCCTGAGCAGGGAG 

721 AAAGCAGAGGAACTGCTGTTGTTACCTGGGAACCCTGGAGGGGCCTTCCTCATCCGGGAG 

7 81 AGCCAGACCAGGAGAGGCTCTTACTCTCTGTCAGTCCGCCTCAGCCGCCCTGCATCCTGG 

841 GACCGGATCAGACACTACAGGATCCACTGCCTTGACAATGGCTGGCTGTACATCTCACCG 

901 CGCCTCACCTTCCCCTCACTCCAGGCCCTGGTGGACC ATTACTCTGAGCTGGCGGATGAC 

9 61 ATCTGCTGCCTACTCAAGGAGCCCTGTGTCCTGCAGAGGGCTGGCCCGCTCCCTGGCAAG 

1021 GATATACCCCTACCTGTGACTGTGCAGAGGACACCACTCAACTGGAAAGAGCTGGACAGC 

1081 TCCCTCCTGTTTTCTGAAGCTGCCACAGGGGAGGAGTCTCTTCTCAGTGAGGGTCTCCGG 

mi GAGT cCCTCAGCTTCTACATCAGCCTGAATGACGAGGCTGTCTCTTTGGATGATGCCTAG 

12 01 GCCCAAAGGAGAGGCCAAAAGGGAAACCAAGGCTGCACACCTAGAACCCCAATTCAGCCT 

12 61 CCTGGGC ACCCC AGAGGC AAGGCTGTGC ACTC AGGGAGGGAGGGTGGGAC ACAGAGGTGC 

13 21 ATCTAGGGTCCCACCTGTACCCTTGCTCTTTCCTCTCTTAGCCCTTAGAAGTCACCTACT 
13 81 TCCTTCCAGTGCCATGATCCCACCTGCGACCTCTAGTGCGAGTGCAGAGAAGGTGGGACC 
1441 AGGGCCAGGGTTCCAAAAAGAGAATAAGCCTCCTGGGGGGTCTGACCTAGTTAGTTCTTG 
1501 AGTTTGGGGTTTCCAGTACCATCTGGATGCCCTGCCTGTTGAGCCCCATTCTACATCCCC 
15 61 ACC ATTAACC AGGCC C C AC CC AC AAGGTAGAAAC AACCC C TAGAGTC AACGAGAAAGTC A 
1621 TTTTCAGAAAATCTACAAGTCTCGTTGAGACCACCACCATACCTCAGAAGGTAGGACTGT 
1681 GGCCTAGAAGGGAAAGGAAAGCTGAGATGATGTCTTACCGTAGCAGCAGATCTTGGATGG 
1741 TCCAGGCTCTATGTGACCTCCAGAGCAAAGAGAAAGACTTCGGACAGTCTAGGTCCTCAA 
1801 ATGTCCCCCATTGAGGACAACAGCCCCAGCTCTTTTTCTTTTTTTTTGAGACGGAGTCTT 
18 61 GCCCTGTTGCCCATGCTGGAGTGCAATGGCACGATCTCAGCTC ACTGCAACCTCCATCTC 
1921 CTGGATTCAAACAATTCTCCTGCCTCAGCCTCCAGAATAGCTGGGATTACAGGCGTACAC 
1981 CACCATGCCTGGCTAATTTTTTTGTATTTTTAGTAGACATGGGGTTTCACCACATTGGCC 
2 041 AGGCTGGTGTCGAACTCCTGACCTCAGGTGATCCACCCACCTTGGCCTCCCAAAGTGCTG 
2101 GGATTACAGGTGTGAGCCACGGCACCCAGCCTAGCTCTCAGATCTCTATTTCATTTTGTG 
2161 GCTTACCATTCCCTAGCACACTGGCCTTGCCATCTTGTGGCCGAATAAAAAATAACACCT 
22 21 CTTAAGTCTAGCACACTGCAGTGAGGCCAGGCACCTC AGTGCTGGGCAGGGGCATCAGAA 
22 81 GGTGCTAAGCCCTCTCTCCAC AATGCC AAGACGGAGACC AC AGCCTAC ACC AAATCC AGC 
2341 CCTTGATTTCCCTGCTGCCTCCATAAAC AGAAAGAGGTCTGCTGGATCCGCTAAGGGATC 
2401 AGGGAGAGGAAGAAAGAGGGATGGGGTGGGAGGC ACCCCCTCC AGTGCTCCTACTGGTTC 
2461 CCAAGCTAC AGGTGGGGTGGGAAAGGCTTTATCAGGTATC ATC AAC AGGTTCTC AATTAA 
2 521 AGATTTGATTTATTC AAGTATGTGAAAAAAAAAAAAAAAAAAAAAAA 
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FIGURE 3A 



1 C C C AC GCGTCCGGTC GG AGC T AG AGC T C C AAGG AC C C C AC GCCTGTGTCTC TGTG AC AG A 
61 GCTCAAAGGGCCCTGGGCCTTCCCTCCCTGGCTCGGCTGTGCTTGGGAGGGTTCCCCAGT 
CCAGAATCCCTAAGGAGCATGGGGCAGCTGATCCATCCCTGGTGTACAAACTGCTGACTG 
C AGAC AGATGC TGAGCTAC CC AAAC C AAC AC CTAGC C TC TC C C TGAAGATC C TC C C AGGC 

2 41 TGAGAGAGTTCTGGGTGTCCTAGGACC AAGGAC ACTGGC AGACTTCC AGAAGGGCCCCCA 

3 01 AAGCCCTAACCTGTCCAGCCAGAGCATGCGTCTCAGCAGAGCTGTCTTCCCAAGCCTTTG 
ATGACAAACCAATTTCCCTCGATGATGTGCTTCTGAGTGCTCTGCTGAGGAACAATGGGA 

M G 



121 
181 



361 



421 AGTCTGCCCAGCAGAAGAAAATCTCTGCCAAGCCCAAGCTTGAGTTCCTCTGTCCAAGGC 
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661 
83 



SLPSRRKSLPSPSLSSSVQG 



K 



481 c*GG^ a ^^-^*^aTnf;AAnr^^ 
23QGPVTMEAERS 



A T A V A L 



TTCCCGGCAGGTGGCCCGGCCGAGCTGTCGCTGAGACTCGGGGAG CCATTGACCATCGTC 
FPAGGPAELSLRLG E P L T I V | 



601 TCTGAGGATGGAGACTGGTGGACGGTGCTGTCTGAAGTCTCAGG CAGAGAGTATAACATC 
63 



S E D 



GDWWTVLSEVSG R E Y N I 



PrrA^CGTCrArnT^rrAAAGT CTCCCATGGGTGGCTGTATGAGGGCCTGAGCAGGGAG 



PSVHVAKV 



SHGWLYEGLSRE 



721 AAAGCAGAGGAACTGCTGTTGTTACCTGGGAACCCTGGAGGGGCCTTCCTCATCCGGGAG 

103 KAEELLLLPGNPGGAFLIRE 

781 AGCCAGACCAGGAGAGGCTCTTACTCTCTGTCAGTCCGCCTCAGCCGCCCTGCATCCTGG 

123 SQTRRGSYSLSVRLSRPASW 

841 GACCGGATCAGACACTACAGGATCCACTGCCTTGACAATGGCTGGCTGTACATCTCACCG 

143 d R IRHYRIHCLDNGWLYISP 

9 01 CGCCTCACCTTCCCCTCACTCCAGGCCCTGGTGGACCATTACTCTGAGCTGGCGGATGAC 

163 RLTFPSLQALVDHYS ELADD 



961 ATCTGCTGCCTACTCAAGGAGCCCTGTGTCCTGCAGAGGGCTGGCCCGCTCCCTGGCAAG 

183 ICCLLKEPCVLQRAGPLPGK 

1021 GATATACCCCTACCTGTGACTGTGCAGAGGACACCACTCAACTGGAAAGAGCTGGACAGC 

203 DI PLPVTVQRTPLNWKELDS 

1081 TCCCTCCTGTTTTCTGAAGCTGCCACAGGGGAGGAGTCTCTTCTCAGTGAGGGTCTCCGG 

223 SLLFSEAATGEESLLSEGLR 

1141 GAGTCCCTCAGCTTCTACATCAGCCTGAATGACGAGGCTGTCTCTTTGGATGATGCCTAG 

243 ESLSFYISLNDEAVSLDDA* 

1201 GCCCAAAGGAGAGGCCAAAAGGGAAACCAAGGCTGCACACCTAGAACCCCAATTCAGCCT 

12 61 CCTGGGC ACCCCAGAGGCAAGGCTGTGC ACTC AGGGAGGGAGGGTGGGAC AC AGAGGTGC 

1321 ATC TAGGGTC C C AC C TGT AC C C TTGC TC TTTC C TC TC TT AGC C C TT AG AAGTC ACC T AC T 

1381 TCCTTCCAGTGCCATGATCCCACCTGCGACCTCTAGTGCGAGTGCAGAGAAGGTGGGACC 

1441 AGGGCC AGGGTTCC AAAAAGAGAATAAGCCTCCTGGGGGGTCTGACCTAGTTAGTTCTTG 

1501 AGTTTGGGGTTTCC AGTACC ATCTGGATGCCCTGCCTGTTGAGCCCCATTCTAC ATCCCC 

1561 ACCATTAACCAGGCCCCACCCACAAGGTAGAAACAACCCCTAGAGTCAACGAGAAAGTCA 

1621 TTTTC AGAAAATCTAC AAGTC TCGTTG AG ACC ACC ACC ATACCTCAGAAGGTAGGACTGT 
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1681 GGC C T AG AAGGG AAAGG AAAGC TG AG ATG ATGTC TT AC C GT AGC AGC AG ATC TTGG ATGG 

1741 TCCAGGCTCTATGTGACCTCCAGAGCAAAGAGAAAGACTTCGGACAGTCTAGGTCCTCAA 

1801 ATGTCCCCC ATTGAGGACAAC AGCCCC AGCTCTTTTTCTTTTTTTTTGAGACGGAGTCTT 

1861 GC C C TGTTGCC C ATGCTGGAGTGC AATGGC AC GATC TC AGC TC AC TGC AAC CTCC ATC TC 

1921 CTGGATTC AAACAATTCTCCTGCCTC AGCCTCCAGAATAGCTGGGATTACAGGCGTAC AC 

1981 CACCATGCCTGGCTAATTTTTTTGTATTTTTAGTAGACATGGGGTTTCACCACATTGGCC 

2 041 AGGCTGGTGTCGAACTCCTGACCTCAGGTGATCCACCCACCTTGGCCTCCCAAAGTGCTG 

2101 GGATTACAGGTGTGAGCCACGGCACCCAGCCTAGCTCTCAGATCTCTATTTCATTTTGTG 

2161 GCTTACC ATTCCCTAGC AC ACTGGCCTTGCCATCTTGTGGCCGAATAAAAAATAACACCT 

2221 CTTAAGTCTAGCACACTGCAGTGAGGCCAGGCACCTCAGTGCTGGGCAGGGGCATCAGAA 

22 81 GGTGCTAAGCCCTCTCTCC AC AATGCCAAGACGGAGACC AC AGCCTACACC AAATCC AGC 

2341 C C TTG ATTTC C C TGC TGC C TC C AT AAAC AG AAAG AGGTC TGC TGG ATC C GC T AAGGGATC 

2401 AGGG AGAGG AAG AAAG AGGG ATGGGGTGGGAGGC AC C C C C TC C AGTGC TC C TAC TGGTTC 

2461 CCAAGCTACAGGTGGGGTGGGAAAGGCTTTATCAGGTATCATCAACAGGTTCTCAATTAA 

2 522 AGATTTGATTTATTC AAGTATGTGAAAAAAAAAAAAAAAAAAAAAAA 
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Homology Amino acid level 

Similarity Identity 

human SLAP x mouse SLAP 89.9% 88.0% 

human SLAP x human SLAP-2 58.4% 47.4% 

mouse SLAP x human SLAP-2 70.0% 58.1% 
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hSLAP-2 
hSLAF 



1 MG S L P S RRKS L P S P S L S S S VQGQG P VTME AE R S KAT AVALG S F P AGG P AE 

: - I I M- = I- I =1- • 

1 . . . MGNSMKSTPAPA ERPLPNPEGLDSDFLAVLSDYPSPDISP 

51 LSLRLGEPLTIVSEDGDWWTVLSEVSGREYNIPSVHVAKVSHGWLYEGLS 



41 PIFRRGEKLRVI SDEGGWWKAI SLSTGRESYI PGICVARVYHGWLFEGLG 



101 REKAEELLLLPGNPGGAFLIRESQTRRGSYSLSVRLSRPASWDRIRHYRI 



91 RDKAEELLQLPDTKVGSFMIRESETKKGFYSLSVR HRQVKHYRI 



151 HCLDNGWLYISPRLTFPSLQALVDHYSELADDICCLLKEPCVLQRAGPLP 



13 5 FRLPNNWYYISPRLTFQCLEDLVNHYSEVADGLCCVLTTPCLTQSTAAPA 



201 GKDIPLPVTVQRTPLNWK. . . ELDSSLLFSEAATG . EESLLSEGLRESLS 



185 VRASSSPVTLRQKTVDWRRVSRLQEDPEGTENPLGVDESLFSYGLRESIA 



247 FYISLNDEAVSLiDDA 

hll I - I 

235 SYLSLTSEDNTSFDRKKKSISLMYGGSKRKSSFFSSPPYFED 
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hSLAP 1 MGNSMKSTPAPAERPLPNPEGLDSDFLAVLSDYPSPDISPPIFRRGEKLR 

MMIIII Mill • I I h'M I I I I- I I I M M I 1 1 I II M I 

mSIAP 1 MGNSMKSTSPPSERPLSSSEGLESDFLAVLTDYPSPDISPPIFRRGEKLR 
51 VISDEGGWWKAISLSTGRESYIPGICVARVYHGWLFEGLGRDKAEELLQL 

IMIIMII IMIMIMIMMIM MIMMIMM MIIIMM 

51 VISDEGGWWKAISLSTGRESYIPGICVARVYHGWLFEGLGRDKAEELLQL 
101 PDTKVGSFMIRESETKKGFYSLSVRHRQVKHYRIFRLPNNWYYISPRLTF 

JIMMMIIIMIM MIMIII III MMMM IIIMM I 

101 PDTKIGSFMIRESETKKGFYSLSVRHRQVKHYRIFRLPNNWYYISPRLTF 
151 QC LEDLVNH Y S EVADGLC C VLTT PCLTQSTAAP AVRAS SSPVTLR 

(MM MM MMMM Mi |. || I Mill 

151 QCLEDLVTHYSEVADGLCCVLTTPCLAQNIPAPTSHPSPCTSPGSPVTLR 

. • • * 

196 QKTVDWRRVSRLQEDPEGTENPLGVDESLFSYGLRESIASYLSLTSEDNT 

I 1 1 M MM II MM M MIMMIMM III 

2 01 QKTFDWKRVSRLQEGSEGAENPLRVDESLFSYGLRESIASYLSLTGDDSS 

. • • 

246 S FDRKKKS I SLMYGGS KRKS S F F S S P P YFED 27 6 

I t I I 1 I I I = 1 I 1 1 MIIIMMIM MM 

251 SFDRKKKSLSLMYTGSKRKSSFFSAPQYFED 2 81 
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hSLAP-2 
mSLAP 



1 MG SLPSRRKSLPS. .PSLSSSVQGQGPVTMEAERSKATAVALGSFPAGG 

|| |: I I II I I I I I : I : I I Ml 
1 MGNSMKS . . TSPPSERP . LSSS . . . EG . . . LE . . . SDFLAV . LTDYPS . . 



4S PAELS. . . LRLGEPLTIVSEDGDWWTVLSEVS . GRE . YNIPSVHVAKVSH 



3 6 P . DISPPIFRRGEKLRVISDEGGWWKAIS . LSTGRESY . IPGICVARVYH 



93 



GWLYEGLSREKAEELLLLPGNPGGAFLIRESQTRRGSYSLSVRLSRPASW 



83 gwlfeglgrdkaeellqlpdtkigsfmiresetkkgfyslsvr.hr. . 



143 drirhyrihcldngwlyisprltfpslqalvdhyseladdiccllkepcv 



128 . qvkhyrifrlpnnwyyisprltfqcledlvthysevadglccvlttpcl 

• * 

193 LQR. .A GPL. . PGKDIPLPVTV . QRTPLNWKELDSSLLFSEAATG 



177 AQNIPAPTSHPSPCTSPGS. . . . PVTLRQKT . FDWKRV . SRL . . QEGSEG 



=2;:;, 



a 
a 



233 . E ESLLSEGLRESLSFYI SL . NDEAVSLD 



219 AENPLRVDESLF SYGLRESI ASYLSLTGDDSS SFD 



